Key indicators: single-crystal X-ray study; T = 113 K; mean (C-C) = 0.005 Å; R factor = 0.050; wR factor = 0.159; data-to-parameter ratio = 13.8.
Data collection
Rigaku Saturn CCD area-detector diffractometer Absorption correction: multi-scan (CrystalClear; Rigaku/MSC, 2005) T min = 0.926, T max = 0.969 11904 measured reflections 2996 independent reflections 2030 reflections with I > 2(I) R int = 0.061 Refinement R[F 2 > 2(F 2 )] = 0.050 wR(F 2 ) = 0.159 S = 1.09 2996 reflections 217 parameters H-atom parameters constrained Á max = 0.30 e Å À3 Á min = À0.33 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) x; y þ 1; z; (ii) Àx þ 3 2 ; Ày À 1 2 ; Àz þ 1.
Data collection: CrystalClear (Rigaku/MSC, 2005) ; cell refinement: CrystalClear; data reduction: CrystalClear; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXL97.
3-Chloro-6-{4-[3-(4-chlorophenoxy)propyl]piperazin-1-yl}pyridazine H. Wang, J. Xiao, X. Zhang, T. Sun and S. Li
Comment
Pyridazine derivatives are important aromatic heterocycle compounds in the field of medicinal chemistry: for example, 3-(piperazin-1-yl)pyridazine derivatives are reported to possess anti-inotropic, anti-blood platelet aggregation (Monge et al., 1991) , anti-bacterial (Tucker et al., 1998) and anti-viral activities (Fan et al., 2009) .
The diagram of the title compound is shown in Fig.1 . The bond lengths and angles are generally within normal ranges.
The piperazine ring in the molecule adopts chair conformation. The dihedral angle between the pyridazine ring and the benzene ring is 36.3 (1)°.
In the crystal structure, the molecules are linked by intermolecular Cl2···Cl1 (symmetry code: x, 1+y, z), C7-H7A···Cl1 (symmetry code: -1/2+x, -1/2-y, 1/2+z) and N1···H3···N2 (symmetry code: 2-x, -y, 1-z) interactions ( Fig. 2 ).
Experimental
Diethyl azodicarboxylate (0.002 mol) was added in small portions to a stirred solution of 3-(4-(6-chloropyridazin-3yl)piperazin-1-yl)pro-1-ol (0.002 mol), 4-chlorophenol (0.002 mol) and triphenylphosphine (0.002 mol) in anhydrous THF (10 ml). The mixture was stirred for 24 h at room temperature (Shi-Yong Fan et al., 2009) . After removal of the THF under reduced pressure, the residue was purified by column chromatography (petroleum ether/acetone, 2:1, v/v) to afford the title compound as a colourless solid. Colourless prisms of (I) were prepared by slow evaporation of a solution of the title compound in ethanol at room temperature.
Refinement
The C-H H atoms were placed in ideal positions and were refined using as riding model. With C-H=0.95 Å (aromatic), 0.99 Å (methylene) and U iso (H)=1.2U eq (C). Fig. 1 . The molecular structure of (I) with displacement ellipsoids drawn at the 50% probability level.
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Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 
